Sir,

We have read with interest a recent paper published in the journal[@ref1]. The authors amplified genomic material from swine sera using primers based on hepatitis E virus (HEV) genomic sequences, and sequenced the amplicons so obtained. They drew a phylogenetic tree based on the sequences of these Indian swine isolates, and genomic sequences of HEV isolates from humans and animals.

The PCR amplicons which were 246-nucleotide long, included sequences of the primers used for PCR. The primer part of the amplicon is provided from outside. Hence it may not accurately represent the sequence of the target nucleic acid and cannot be used for sequence analysis. Thus, for phylogenetic analysis, only the middle part of the sequence after removing the primer sequences on either side should be used. Removal of the primers in this case would have left a 196-nucleotide long sequence (*i.e*. 246-nucleotide PCR product minus 22 and 28-nucleotide forward and reverse primers); this would have been the appropriate region for comparison with other sequences.

We have redrawn a phylogenetic tree using only this 196-nucleotide segment after omitting the primer regions from the sequence used. This tree ([Fig.](#F1){ref-type="fig"}) is though similar to that drawn by the authors[@ref1] shows minor variations in the branching pattern of the branch lengths in same clades. However, we thought that we will take this opportunity to correct this minor error in the published record.
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